resistant to meropenem, were included. We show that matrix-assisted laser desorption 23 ionization time-of-flight mass spectrometry is able to differentiate between cfiA-negative and 24 cfiA-positive isolates and predict carbapenem resistance in routine laboratory setting. cfiA-positive strains were shown to belong to two genotypically distinct groups (9,10,13).
49
Based on the spectrum of constantly expressed high-abundant proteins such as ribosomal revealed about ten peak differences between the spectra of the two groups. Since determining 91 qualitative differences between spectra is subject to personal bias the relatedness between 92 spectra was determined using the composite correlation index (CCI) tool of Bruker Biotyper.
93
It is a modification of the mathematical algorithm to compare and distinguish MALDI mass After these preliminary tests, main spectra (MSP) containing information on average peak 101 masses, average peak intensities and peak frequencies were created for one cfiA-negative (A1) carbapenems. This discrimination is not based on the absence or occurrence of one specific 118 peak. The protein profiles of these two genotypically distinct groups differ at about ten peak 119 differences. Since the occurrence of two separate genetic divisions of B. fragilis is not 120 clustered geographically (13), the rapid detection of carbapenem resistance can probably be 121 applied universally. 
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